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A proper understanding of population genetic stratiﬁcation—differences in individual ancestry within a population—is
crucial in attempts to ﬁnd genes for complex traits through association mapping. We report on genomewide typing of
∼10,000 single-nucleotide polymorphisms in 297 individuals, to explore population structure in Europeans of known
and unknown ancestry. The results reveal the presence of several signiﬁcant axes of stratiﬁcation, most prominently in
a northern-southeastern trend, but also along an east-west axis. We also demonstrate the selection and application of
EuroAIMs (European ancestry informative markers) for ancestry estimation and correction. The Coriell Caucasian and
CEPH (Centre d’E´tude du Polymorphisme Humain) Utah sample panels, often used as proxies for European populations,
are found to reﬂect different subsets of the continent’s ancestry.
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Genomewide association studies are becoming key tools
in attempts to map genes underlying complex traits. How-
ever, the presence of population stratiﬁcation or individ-
ual ancestry differences within samples may confound the
promise of such approaches. In particular, discordant an-
cestry levels between cases and controls can lead to false-
positive association with a trait and/or reduced power to
detect such associations. The issue is most acute and
widely recognized in individuals who differ in continental
origin or who are admixed between such populations. An-
cestry informative markers (AIMs), typically SNPs, that
show large frequency differences among intercontinental
groups can be used to detect and correct for such strati-
ﬁcation. However, the study of intracontinental structure
is less well explored or understood.
Among the continents, Europe is remarkable for its rel-
atively small size, dearth of migration barriers, and abun-
dance of historical population movements.1 These fea-
tures, along with low levels of genetic differentiation,
suggest a relatively homogenous continental population.
Consequently, it has been argued that European popula-
tion stratiﬁcation does not represent a signiﬁcant source
of bias in epidemiological studies.2 However, recent au-
tosomal SNP studies have highlighted signiﬁcant patterns
of structure within Europe along a north-south axis.3 The
potentially confounding inﬂuence of this stratiﬁcation on
association-mapping studies in European-derived popu-
lation samples was also recently demonstrated.4,5 Beyond
these ﬁrst insights, little is known about the geographic
distribution and complexity of European genetic struc-
ture; the identiﬁcation of additional signiﬁcant patterns
requires more-extensive population samples and a greater
numbers of markers.
To address this issue further, we typed 297 individuals
from 21 European and world populations for ∼10,000
autosomal SNPs, primarily using Affymetrix 10K map-
ping arrays. The European population samples represent
a broad range of the geographic and linguistic diversity
of the continent (full details can be found in table 1). In
brief, they consisted of western Irish ( ), eastern En-np 6
glish ( ), French ( ), German ( ), Valenciannp 8 np 1 np 8
Spanish ( ), Basque Spanish ( ), Italian ( ),np 20 np 8 np 9
Polish ( ), Greek ( ), Finnish ( ), Armeniannp 8 np 8 np 7
( ), and Ashkenazi Jewish ( ) subjects. The Ital-np 8 np 5
ian, Ashkenazi Jewish, and Greek samples include 2, 1,
and 1 individuals, respectively, from the Coriell Cell Re-
pository. For broader context, the European populations
were examined together with two African population
samples (Mende from Sierra Leone [ ] and Burungenp 22
from Tanzania [ ]) as well as several Asian popula-np 20
tions (Brahmin [ ] and Mala [ ]) from Indianp 11 np 11
and Central Asian Altaian ( ). One Middle Easternnp 20
and two North African individuals from the Coriell panel
were also included. Some individuals were typed for
11,071 autosomal SNPs with use of the Affymetrix 10K
Xba 131 array and others on the newer 10K 2.0 Xba array
(table 1). A total of 9,724 SNPs overlapped between the
two platforms, and these formed the core data for analysis.
Two European-derived population samples (Coriell Cau-
casians and European Americans) are described further be-
low. In an effort to minimize the effect of missing data,
each analysis includes only SNPs that had genotypes for
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Table 1. Individual Samples Description
Nation of Origin/Ethnicity
Language
Family/Subfamily
No. of
Subjects Origin/Collected by
Affymetrix
Mapping
Array
“Caucasian” Unknown 42 Coriell14 10K Xba 131
Central France Romance/Italic 1 M.B. 10K Xba 131
Valencia, Spain Romance/Italic 20 E. Parra (University of Toronto)14 10K Xba 131
Italy Romance/Italic 2 Coriell 10K Xba 131
Southern Italy and Sicily Romance/Italic 5 M.B., B.M., M.D.S. 10K 2.0 Xba
Utah Germanic 74 CEPH 100K
Hanover, Germany Germanic 8 R.D. 10K 2.0 Xba
Eastern England Germanic 8 B.M. 10K 2.0 Xba
Ashkenazi Jewish (USA) Germanic 4 M.B., E.E.Q., L.N.P., M.D.S. 10K 2.0 Xba
Poland Slavic 8 M.B., B.M., M.D.S. 10K 2.0 Xba
Greece (set 1) Hellenic 7 B.M. 10K 2.0 Xba
Greece (set 2) Hellenic 1 Coriell 10K Xba 131
Basque region (France and Spain) Basque 8 S. Alonso (University of the Basque Country, Bilbao, Spain) 10K 2.0 Xba
Connaught, Ireland Celtic 6 M.D.S., B.M. 10K 2.0 Xba
Armenia (one person per province) Armenian 8 T.S. 10K 2.0 Xba
Finland Finno-Ugric 7 A. de la Chapelle (Ohio State University) 10K 2.0 Xba
Ashkenazi Jewish Semitic (probably) 1 Coriell 10K Xba 131
Middle East Semitic (probably) 2 Coriell 10K Xba 131
North Africa Semitic (probably) 1 Coriell 10K Xba 131
Mende (West Africa) Niger-Congo 22 G. Argyropoulos (Pennington Biomedical Research Center)14 10K Xba 131
Burunge (East Africa) Cushitic 20 S. Tishkoff (University of Maryland)14 10K Xba 131
Altai Republic (Central Asia) Turkic/Altaic 20 T. Schurr (University of Pennsylvania, Philadelphia)14 10K Xba 131
Andhra Pradesh (India):
Brahmin (upper caste) Indic 11 L. Jorde, M. Bamshad (University of Utah)14 10K Xba 131
Mala (lower caste) Indic 11 L. Jorde, M. Bamshad (University of Utah)14 10K Xba 131
NOTE.—All samples described here were collected with appropriate human subject approvals from the various institutions involved and under the
principle of informed consent.
at least one individual in each population sample. This
resulted in slightly different sets for each comparison, but
the average missing-data rate per individual never ex-
ceeded 3.5%.
We ﬁrst examined the European populations in the con-
text of the other worldwide samples, using principal co-
ordinate analysis6 (PCoA), which summarizes the variance
in multivariate data sets into trends of maximum rele-
vance known as principal components (PCs). PCoA was
chosen over principal component analysis, since it was
shown to have better power to identify clusters7 and is
more robust to missing genotype data. We used R soft-
ware’s ade4 package,8 to conduct PCoA on the matrix of
allele-sharing distances (ASDs)9,10 between all pairs of in-
dividuals. The ASD between two individuals for a given
SNP is 0 if they have identical genotypes, 0.5 if they share
one allele, and 1 if they have no allele in common.Overall
ASD between two individuals was calculated by averaging
these distances over all nonmissing SNPs in common.
The PCoA clearly identiﬁes four widely dispersed group-
ings corresponding to Europe, South Asia, Central Asia,
and Africa (ﬁgs. 1A, 1B, and 2). In these ﬁgures, PC1 ap-
pears to separate the Africans from the other popula-
tions, whereas PC2 divides the Asians from the Europeans
and Africans and PC3 splits the Central Asians apart from
the South Asians. The wide gaps observed among the four
clusters may reﬂect the absence of geographically inter-
mediate groups in the analysis, an explanation hinted at
by the intermediate position of the North African and
Middle Eastern individuals included. However, it is un-
known whether the inclusion of further geographic sam-
ples would produce a smooth continuum or series of clus-
ters. In line with previous studies,11 there is low apparent
diversity in Europe, with the entire continentwide sample
only marginally more dispersed than single-population
samples from elsewhere in the world. The Spanish and
Basque groups are the farthest away from other continen-
tal groups, which is consistent with the suggestion that
the Iberian Peninsula holds the most ancient European
genetic ancestry.12,13 It is also clear that geography is not
the sole marker of differentiation. The Mala and Brahmin
are low and high caste groups, respectively, from the same
region of India, yet they still show signiﬁcant separation
supporting some degree of socially maintained stratiﬁca-
tion (ﬁgs. 1 and 2). A complementary Bayesian approach
that uses the program STRUCTURE14,15 supports the PCoA
ﬁndings (ﬁg. 1C). This method generates admixture com-
ponents from individual genotype data without consid-
eration of previous population labels, essentially with the
use of departures from Hardy-Weinberg equilibrium.
When the number of putative populations (K) is set at
four, the groups largely correspond to the same four re-
gional divides apparent from the PCoA.
We next investigated European individuals in more de-
tail, using a similar approach. An initial Mantel test16 be-
tween matrices of interindividual geographic and genet-
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Figure 1. Population structure in European, African, and Asian individuals. A and B, PCoA results based on average interindividual
ASD, with use of 9,100 SNPs. PC1, 2, and 3 explain 11.6%, 3.4%, and 1.4%, respectively, of the variation. C, Bayesian clustering results
with use of STRUCTURE14,15 and the same markers and individuals. Each individual is represented as a vertical line divided into, at most,
K colored segments, where K is the prespeciﬁed number of populations into which the data are to be divided. STRUCTURE runs consisted
of 80,000 iterations, with a previous burn-in of 40,000 steps, and were performed under the admixture model, which allows fractional
assignment of the genome to different populations. Because of the historical and geographic proximity of European populations, the
correlated-allele-frequencies model was also employed. The STRUCTURE plots shown above were generated using the companion program
DiStruct.29
ic distances was highly signiﬁcant ( ), suggestingP ! .001
some degree of geographic substructure despite the rela-
tively limited diversity. PCoA was then performed on the
sample of European individuals alone, with the use of ad-
ditional measures of signiﬁcance to describe the more
subtle patterns. Although the amount of variation ex-
plained by each PC is an indication of its importance,
these proportions are not measures of statistical signiﬁ-
cance and are typically small for very large numbers of
markers, as in the present data set. Therefore, we evaluated
PC signiﬁcance, using two independent methods. First,
we tested linear correlation of PC axes with population
or group membership through an analysis of variance
(ANOVA) test, with each PC as dependent variable and
population or group membership as predictor. The second
method, which we refer to as the “split karyotype test”
(SKT), does not rely on individual population assign-
ment.17,18 The SKT is a form of split-half reliability test,
where the SNP data are divided into two independent
(nonsyntenic) marker sets (e.g., markers on odd vs. even
chromosomes18), and PCoA is performed on each set sep-
arately. Under a null hypothesis of no population struc-
ture, there is not expected to be any correlation between
the PCoA results obtained from each set of SNPs. We test
this in the SKT, by calculating the Spearman correlation
coefﬁcient between individual PCs for each SNP set. If the
structure or stratiﬁcation represented by a PC is robust and
signiﬁcant, then the two independent marker sets should
produce correlated individual PCs. However, the use of a
single combination of two nonsyntenic SNP sets presents
an increasing risk of type I or II errors when the number
of markers and their overall informativeness diminish
(data not shown). Such is the case in these analyses of
European population samples, which are less differenti-
ated than the worldwide samples to which the test was
previously applied.18 Therefore, the test was extended to
100 permutations of nonsyntenic SNP sets. We used the
program and formula from Dr. Zaykin’s Web site to cal-
culate Fisher’s combined P value19 from the 100 Spearman
P values. It is important to note that PC nonsigniﬁcance
can reﬂect either absence of structure or inability of a par-
ticular marker set to detect structure. This extended SKT
method was also evaluated using simulated groups of in-
dividuals whose four grandparents came from the same
populations. Preliminary results indicated that, when the
informativeness of markers is sufﬁciently high to see clear
stratiﬁcation, the number of signiﬁcant PC axes is a good
indication of the number of differentiable parental pop-
ulations (M. Bauchet, unpublished data).
The SKT and ANOVA test were conducted on the PCoA
results with use of the full SNP data set (9,111 SNP mark-
ers) and on two subsets of the total data including only
SNPs at least 50 kb (6,349 SNPs) or 100 kb (5,555 SNPs)
apart, to ensure that close marker spacing did not affect
the results (table 2 and ﬁg. 3). The ﬁrst four PCswere found
to be consistently signiﬁcant across all tests and marker
sets (table 2) and are likely to represent real structure. The
stability of the ﬁndings across different marker-separation
sets (50 kb and 100 kb) suggests that geographic structure
is distributed throughout the data and that nearby mark-
ers in the 10K arrays are redundant in terms of ancestry
informativeness.
PC1 largely separates northern from southeastern in-
dividuals (ﬁg. 4A) and is consistent with the clines ob-
served in classic gene-frequency,13,20 Y-chromosome,21
mtDNA,22,23 and whole-genome3 studies of European di-
versity. PC2 reﬂects mainly east-west geographic separa-
tion and, particularly, identiﬁes the two Iberian popula-
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Figure 2. PCoA boxplots for the ﬁrst six PCs in samples from Europe and neighboring continents. Bold vertical bars represent the
median PC values of each group; the two hinges are the ﬁrst and third quartile, and notches give an ∼95% CI for the difference in
two medians. The overall correlation between group membership and PC value is reported by ANOVA’s adjusted r2 for each PC. The few
subsequent PCs that are also signiﬁcant pertain to Europe and are best observed in ﬁgures 4 and 5.
tions (Spanish and Basques) in our analysis as distinct (ﬁg.
4A). Furthermore, PC3 and PC4 emphasize the separation
of the Basques and Finns, respectively, from other Euro-
peans (ﬁg. 5). The Basques are known to have unusual
allele frequencies for several marker systems24 and speak
a unique non–Indo-European language. In line with their
non–Indo-European Uralic language and previous study
of their Y-chromosomes,25 the Finns show evidence of an
increased afﬁnity to the Central Asian populations when
placed in an intercontinental context (ﬁg. 1A and 1B).
Overall, STRUCTURE analysis of the European popula-
tions is highly consistent with PCoA; for example, when
the number of populations (K) is 3, the major divisions
correspond to the northern, southeastern, and Iberian
populations (ﬁg. 4B). In cases of higher K values, ﬁrst the
Finns ( ) and then the Basques ( ) emerge asKp 4 Kp 5
distinctive.
Within the two broad northern (Polish, Irish, English,
Germans, and some Italians) and southeastern (Greeks,
Armenians, Jews, and some Italians) clusters, further re-
liable structure is less obvious because individuals from
different population samples are often interspersed with
each other. Thus, in some cases, geographic distance or
physical barriers are not well reﬂected. For instance, de-
spite their insular origin, Irish and English individuals
cluster with the continental Germans and Poles. Similarly,
large geographical gaps, such as that between Greece and
Armenia, are much less obvious at the genetic level. Con-
versely, Italy appears to be a zone of sharp differentiation
over small distances. Some Italians cluster with the north-
ern Europeans, whereas others fall into the southeastern
grouping (ﬁg. 4A). The SKT conﬁrms signiﬁcant strati-
ﬁcation within those metaclusters, as suggested by the
wide amount of PCoA space occupied by each (ﬁg. 4A).
Signiﬁcant SKT stratiﬁcation is also observed within the
Spanish and the Italian samples. However, Mantel corre-
lations between genetic and geographic distance were not
signiﬁcant within northern and southeastern metaclus-
ters. It is likely that additional populations, additional in-
dividuals for some populations, and an increased number
of markers will be required to investigate the nature and
extent of these more subtle patterns.
Correction for stratiﬁcation in association studies is de-
pendent on the identiﬁcation of and adjustment for rel-
evant axes of ancestry that vary within the study popu-
lation. Although a large number of arbitrary SNPs can be
used for this purpose, a more efﬁcient and informative
approach is to identify subsets of ancestry-informative
SNPs—for example, European AIMs, or “EuroAIMs.” One
use of the AIMs that is not possible with arbitrarymarkers,
such as sets from mapping arrays, is the separate inves-
tigation of particular axes of ancestry. We focus here on
the main recognizable trend in our European data set—
PC1, or the northern-southeastern ancestry axis—and
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Table 2. PCoA Signiﬁcance Tests
Test
All SNPs
( )np 9,111
SNPs 150 kb Apart
( )np 6,349
SNPs 1100 kb Apart
( )np 5,555
Adjusteda r2 (P) SKT Pb Adjusteda r2 (P) SKT Pb Adjusteda r2 (P) SKT Pb
PC1 .90 (!.001) !.0001 .89 (!.001) !.0001 .90 (!.001) !.0001
PC2 .78 (!.001) !.0001 .74 (!.001) !.0001 .72 (!.001) !.0001
PC3 .43 (!.001) !.0001 .50 (!.001) !.0001 .35 (!.001) !.0001
PC4 .54 (!.001) !.0001 .30 (!.001) !.0001 .19 (!.01) !.01
PC5 !.1 (NS) NS !.1 (NS) NS .13 (!.05) !.001
PC6 !.1 (NS) NS !.1 (NS) NS .18 (!.01) !.001
PC7 !.1 (NS) NS .17 (!.01) NS .18 (!.01) !.01
PC8 !.1 (NS) NS !.1 (NS) NS !.1 (NS) NS
PC9 !.1 (NS) !.01 !.1 (NS) NS !.1 (NS) NS
PC10 .13 (!.05) NS !.1 (NS) NS !.1 (NS) NS
NOTE.—Signiﬁcance tests using the ANOVA and SKT. PCoA was conducted separately for each
SNP set. The French singleton and the German outlier were excluded. Percentages of the variance
explained by each PC are generally the same in all three cases (ﬁg. 4A). NS p not signiﬁcant
at the .05 level.
a ANOVA correlation coefﬁcient (adjusted r2) in bold.
b Combined P value calculated for SKT, as described in the text.
Figure 3. Stability of the PC1-PC2 distribution of European individuals across marker sets with different minimum intermarker separation
(50 kb and 100 kb).
measure it in two cohorts of European-derived population
samples.
The ﬁrst of these, the Coriell Caucasian panel ( ),np 42
curated by the Coriell Cell Repositories, was typed using
the Affymetrix 10K Xba 131 array. This panel has been
used to portray European variation; for example, it was
the core European representative sample in the SNP Con-
sortium allele-frequency project. However, the genetically
and socially ill-deﬁned term “Caucasian” leaves doubt as
to which population(s) this sample represents and how
well it does so. The second European proxy sample we
investigated is the CEPH panel, composed of European-
American Utah residents, sampled in 1980, who declared
ancestry from northern and western Europe; this panel
forms one of the four populations used in the interna-
tional HapMap project. Our CEPH Utah panel is made up
of 74 unrelated individuals from family trios, 32 of which
overlap with the HapMap EuropeanCEU individuals. Each
individual was genotyped on the Affymetrix 100K Map-
ping array for ∼100,000 SNPs, but only the 6,207 markers
overlapping with the 10K data set were considered here.
We identiﬁed EuroAIMs from the original panel of Eu-
ropeans (ﬁg. 4) by deﬁning northern ( ) and south-np 36
eastern ( ) cohorts of individuals on the basis of ex-np 31
treme polar values in PC1 (10.5 or !0.5). The northern
cohort included all Finnish and Polish; most German,
Irish, and English; as well as some Basque and Italian in-
dividuals. The southeastern cohort included all Armeni-
ans, Jews, Greeks, and the other Italians. Weir’s unbiased
FST was then calculated for each SNP as a measure of ge-
netic distance between the two groups (ﬁg. 6).26 All SNPs
were ranked by FST, with those showing the highest val-
ues likely to represent the best northern-southeastern
EuroAIMs. The 20 SNPs presenting the highest FST levels
are listed in table 3, alongwith allele-frequencydifferences
between cohorts. Table 3 also shows that these top 20
EuroAIMs have levels of divergence comparable to a SNP
(rs4988235) that was shown elsewhere to induce false-pos-
itive results due to stratiﬁcation in European populations
along the same geographical axis.4 The top 1,200 Euro-
AIMs can be downloaded from the Shriver Lab Web site.
To assess the potential impact of the observed European
Figure 4. Population structure in European individuals. A, PCoA based on average interindividual ASD across 9,114 SNPs. PC1, 2, 3,
and 4 (ﬁg. 5) explain 2.05%, 1.7%, 1.6%, and 1.5%, respectively, of the variation and were highly signiﬁcant by SKT and ANOVA testing
(see table 2). B, Bayesian clustering analysis using STRUCTURE and the same markers and European individuals. Each individual is
represented as a vertical line divided into K colored segments, where K is the prespeciﬁed number of populations into which the data
are to be divided. The clusteredness (measured by G)—the extent to which individuals belong to a single cluster rather than a combination
of clusters30—is also given alongside each K value. See the legend of ﬁgure 1 for further details of STRUCTURE runs and conditions.
Figure 5. PCoA boxplots for the ﬁrst six PCs in European samples. Bold vertical bars represent the median PC values of each group;
the two hinges are the ﬁrst and third quartile, and notches give an ∼95% CI for the difference in two medians. The overall correlation
between group membership and PC value is reported by ANOVA’s adjusted r2 for each PC. The subsequent PCs (up to 10) are not signiﬁcant.
The single French sample and the German outlier were excluded.
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Figure 6. Distribution of FST between northern ( ) and southeastern ( ) cohorts of individuals selected from PC1 valuesnp 36 np 31
in ﬁgure 4 (10.5 or !0.5). A, Histogram with use of all 9,721 SNPs available. B, Plot of top 50 SNPs of highest FST (also see table
3).
Table 3. Top 20 Northern-
Southeastern EuroAIMs
SNP Chromosome
Weir
FST D
a
rs988436 5 .2755 .295
rs942793 10 .2428 .342
rs1368136 8 .2412 .379
rs2060983 8 .2373 .377
rs4988235b 2 .2352 .374
rs1404402 1 .2267 .354
rs1016120 2 .2232 .269
rs1414411 1 .2232 .365
rs2014303 4 .2156 .332
rs1030626 8 .2126 .355
rs1517661 12 .2041 .348
rs764138 16 .2039 .349
rs2218497 13 .1981 .345
rs725379 2 .1980 .338
rs1377724 15 .1974 .230
rs1406121 2 .1973 .345
rs869538 4 .1945 .309
rs1905471 13 .1940 .236
rs764681 16 .1898 .321
rs1280100 4 .1873 .320
rs723211 10 .1867 .333
NOTE.—The full set of 1,200 EuroAIMs be-
tween the northern and southeastern cohort is
available at the Shriver Lab Web site.
a Allele frequency difference between
cohorts.
b This SNP is not in our original set but was
part of a study in which it showed signiﬁcant
stratiﬁcation between northwestern and
southeastern Europeans.4
stratiﬁcation in case-control association studies, we cal-
culated the factor by which association statistics might be
inﬂated (i.e., how much more likely false-positive results
are to arise).27 A simple estimator for this inﬂation factor
l is the mean allele-frequency correlation between cases
and controls (x2) across null loci (i.e., loci thought to not
inﬂuence the trait or condition).28 We examined the most
extreme scenario supported by our data, where the case
and control groups are composed of northern and south-
eastern individuals, respectively. We simulated 1,000 cases
and 1,000 controls on the basis of these cohorts’ observed
allele frequencies, and the mean x2 across all loci at least
50 kb apart with an allele count of at least 5 (6,312 SNPs)
was calculated. We multiplied the result by 1.03, which,
in this case, is the maximum factor by which l can exceed
the mean x2 at the 95% conﬁdence level.28 By thismethod,
we obtain a value , which substantially exceedsl ≈ 48max
the null hypothesis (zero stratiﬁcation) expectation of 1.
In other words, a conservative P value for a candidate SNP
can be obtained after dividing the x2 value (or any asso-
ciation statistic) by 48.28 Similar calculations were made
for the EuroAIMs panels yielding lmax values gradually in-
creasing from 163 (1,200 EuroAIMS) to 407 (50 Euro-
AIMS). These observations conﬁrm the practical impor-
tance of PC1 stratiﬁcation in European populations and
the utility of the selected EuroAIMs panels to control for
it. Therefore, these marker sets were further tested in PCoA
and STRUCTURE analysis of the Coriell and CEPH
individuals.
PCoA of the European samples together with the Coriell
Caucasian panel (ﬁg. 7A) reveals the latter to be divided
by the same northern-southeastern structure evident in
the general sample. It also contains some of the substruc-
ture observed within the southeastern cluster, as we ver-
iﬁed with SKT signiﬁcance testing and PCoA (not shown).
Although it shows clear evidence of having derived from
multiple European populations, the Coriell Caucasian
sample lacks the full range of variation observed in Eu-
ropeans, speciﬁcally that observed in the Spanish, Basque,
and Finnish individuals. Northern-southeastern strati-
ﬁcation is also evident in STRUCTURE analysis based on
the full set of SNPs (ﬁg. 7C, bottom) and was used to
classify the Coriell Caucasian panel into a northern group
and a southeast group, which correspond to the PCoA
clusters (ﬁg. 7A). This structure may largely be captured
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Figure 7. Population structure in panels of European-derived ancestry within the context of European individuals (from ﬁg. 4A). A,
PCoA of the Coriell Caucasian panel ( ), together with Europeans of known ancestry, based on all 9,114 SNPs in common. B,np 42
PCoA of the CEPH Utah individuals ( ) and Europeans with use of all 6,207 SNPs in common. C, STRUCTURE runs using the Coriellnp 74
Caucasian sample based on the full SNP data set (bottom) as well as sets of different numbers of north-southeast EuroAIMs (available
from the Shriver Lab Web site).
using ∼10-fold fewer SNPs, provided these markers are
EuroAIMs selected as most informative on the northern-
southeastern axis from the full 10K set. Using !1,200
EuroAIMs of the type available in this panel gradually
leads to loss of consistent structure and a corresponding
increase in misclassiﬁcation of individual origins (ﬁg. 7C).
We could also have selected EuroAIMs speciﬁc for other
PCs but elected not to do so because we lacked additional
human samples that could be used to verify the utility of
such AIM panels. Since European stratiﬁcation is relatively
modest, a larger number of SNPs will have to be screened
to produce smaller but still efﬁcient EuroAIM sets for PC1
and to generate useful sets for the investigation of PC2,
PC3, and PC4.
Finally, the CEPH Utah individuals cluster with north-
western Europeans, in line with their more restricted de-
scribed origins within Europe (north and west), and rep-
resent only a fraction of the northern-southeastern var-
iation (PC1) observed in the Coriell Caucasian panel (ﬁg.
7B). Furthermore, despite the dispersion of CEPH individ-
uals along PC2, the SKT did not detect any signiﬁcant
stratiﬁcation along this axis. STRUCTURE analysis also
failed to detect meaningful structure with use of either
EuroAIMs or the full set of available markers for this data
set (6,207 SNPs).
Our genomewide investigation of European ancestry, in
combination with other recent studies, demonstrates the
importance of considering population stratiﬁcation in
studies using European and European-American individ-
uals. Further examination of additional population sam-
ples, more individuals per population, and a larger num-
ber of markers will allow reﬁnement of the important axes
of variation. This will in turn enable the selection of ef-
ﬁcient EuroAIM sets formeasuring and correcting for strat-
iﬁcation within European-derived population samples, as
well as inform the debate on the population history of
Europe.
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